Characteristic plots summarising each of the 42 features
Each cancer genome is described by 42 features (Table A) . We display graphical representations for each feature (Fig A to I) and show absolute numbers in most cases on the y-axis (where applicable). We refer to a value as being an outlier if it is above the third quartile plus 1.5 times the interquartile range (Q3+1.5xIQR). We describe the main observations below the individual plots. 
A/T deletions C/G deletions A/T insertions C/G insertions
Overview of the 29 general features and the 13 features related to recurrence that are used as input for the PCA. For deletions a 'no homopolymer context' means that the base next to the one that is deleted is not of the same type. For insertions a 'no homopolymer context' refers to a base that is inserted 5' to a base of a different type or a single base of the same type. Note that we do not have to consider the preceding bases as all SIM calls were left aligned. A short homopolymer context is defined as a 2-4 bp mononucleotide repeat of the same base as the 1 bp SIM, midsize is 5-7 bp in length and long ≥ 8 bp. Shown for each sample are the percentage of SSMs of the indicated subtype and the corresponding absolute number. Per sample the six percentages sum up to 100%. The grey lines indicate the medians and the black lines the Q3+1.5xIQR based on, for the vertical lines, the percentage of SSMs of the particular subtype, and for the horizontal lines, the absolute numbers. The median percentage across the entire dataset is highest for C>T (34.2%), followed by C>A and T>C (both 17.0%), T>A (11.5%), C>G (7.7%) and T>G (6.6%). For each sample the percentage and absolute number of recurrent 1 bp SIMs per subtype is shown. The grey lines indicate the medians and the black lines the Q3+1.5xIQR based on, for the vertical lines, the percentage of SIMs of the particular subtype that is recurrent and, for the horizontal lines, the absolute numbers. There is a large spread of the percentages for 1 bp A/T deletions and insertions and therefore there are no outliers in terms of percentage and absolute number. There are 352 outliers in terms of absolute number of recurrent 1 bp A/T deletions of which Eso-AdenoCA constitutes the largest percentage (22.4%), followed by Panc-AdenoCA (20.2%) and Lymph-BNHL (18.8%). For the number of recurrent 1 bp A/T insertions there are 236 outliers of which again Eso-AdenoCA contributes the highest percentage of samples (26.7%), followed by ColoRect-AdenoCA (19.5%) and Panc-AdenoCA (16.1%). For recurrent 1 bp C/G deletions there are 58 outliers in terms of percentage and absolute number of which 29.3% are from Eso-AdenoCA and 19.0% from ColoRect-AdenoCA. For recurrent 1 bp C/G insertions there are 9 outliers in terms of percentages and absolute numbers of which 7 are from Panc-AdenoCA and 1 each from Eso-AdenoCA and Liver-HCC.
